Supplementary Information

Supplementary Figure 1. Decreased circRNA expression in HCC is closely related to its PAS sequence (A) Percentage of 3'-UTR in circRNAs and mRNAs. (B) Density of PAS sites in circRNAs and mRNAs. (C) Mean circRNA expression in HCC and PT tissues. (D) Effect of PAS sequence on circRNA expression in HCC.

Supplementary Figure 2. Screening of the circRNA interaction miRNAs and miRNA target gene (A) CircRNA-miRNA interactions identified by CircInteractome. (B) The box plot shows the expression of miRNA is lower in HCC tumor than that in PT samples. (C) Binding sites in the 3’-UTR of target gene and miRNA. (D) The mRNA levels of E2F1 and NCAPG2 are compared between 369 HCC and 50 PT samples. (E) Kaplan–Meier survival analysis of patients based on low (below the median) or high (above the median) E2F1 and NCAPG2 expression in tumor tissues.

Supplementary File 1. 3'-UTR length and number of PAS sites on circRNA and mRNA sequences.

Supplementary File 2. Ethical review form for experimental animals and human tissues.

Supplementary File 3. Clinicopathological data of HCC patients in tissue microarrays.
Supplementary File 4. Expression of circRNA and number of PAS sites in GSE94508 database.

Supplementary File 5. Expression of circRNAs and number of PAS sites in the GSE97332 database.

Supplementary File 6. CircRNA expression obtained by high-throughput sequencing.

Supplementary File 7. High-throughput sequencing data on mRNA expression.

Supplementary Table 1. Sequences of probes, primer sets, and siRNA used in this study.
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